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It has been brought to our attention that Figure 1A and Table S1 contain discrepancies. Reexamination of our raw data revealed that
numerous clerical errors were made during the course of figure and table construction. The published values for primer sets chp3-208
through chp3-234 were erroneously assigned. In addition, we found that 47 of our Htz1 ChIP enrichment values were mistakenly
omitted. The omitted values correspond to chp3-: 1, 9, 22, 43, 70, 71, 78, 79, 93-96, 106, 107, 110-113, 119, 122–124, 130, 131,
142, 152, 155, 161, 171–174, 176, 179, 196, 198, 199, 206, 223, 224, 271-273, 279, and 285–287. Corrected versions of Figures
1A and 1B are presented below and a corrected version of Table S1 is available online. Figure 1B illustrates the correlation between
Htz1 enrichment and proximity to the nearest ATG start codon. Correction of these errors improves the correlation between Htz1
enrichment and proximity to closest ATG start codon and thereby strengthens the veracity of our conclusions supported by this
figure. We wish to thank Eric Steinmetz for bringing this to our attention.188 Cell 134, 188, July 11, 2008 ª2008 Elsevier Inc.
